| Workflow of the Whole Body Scanning PCR procedure (WBS-PCR). Spatial deconvolution of the sagittal cross-section of a mouse is achieved by placing the section on a 1536-well plate filled with lysis buffer. Lysates were transferred into 384-well plates, diluted and subjected to target quantification. Signals were convoluted using Excel spreadsheet software and converted into a TissueView imaging software compatible image file, using a macro.
| Characterization of mRNAs-specific Taqman gene assays. Expression profiling using gene-specific Taqman assays detecting Insulin-like Growth Factor Binding Protein 1 (IGFBP1), Myosin heavy chain 6 (Myh6) and Myelin Basic Protein (Mbp) using total RNA purified from Thymus (Th), Lung (Lu), Heart (H), Skeletal Muscle (S.M.), Kidney (K), Brain (B), Liver (Li), Spleen (S) and Spinal cord (S.c.). Maximum averaged signal for each mRNA was set to 100%. 
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